Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.005 Å; some non-H atoms missing; R factor = 0.049; wR factor = 0.125; data-to-parameter ratio = 16.5.
Hydrogen-bond geometry (Å , ). Symmetry codes: (i) Àx; Ày; Àz þ 1; (ii) x À 1; y; z.
Data collection: APEX2 (Bruker, 2007); cell refinement: SAINT (Bruker, 2007); data reduction: SAINT; program(s) used to solve structure: SIR97 (Altomare et al., 1999); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) ; software used to prepare material for publication: WinGX (Farrugia, 1999) and PLATON (Spek, 2009 ). Fig. 1 . View of the title complex in the asymmetric unit, showing the atom labeling scheme and displacement ellipsoids drawn at the 30% probability level. H atoms have been omitted for clarity. 
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Poly [hemi-µ-aqua-[µ-2-(2-bromobenzenesulfonamido) 
benzoato]sodium(I)]
Crystal data [Na(C 13 
Special details
Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement on F 2 for ALL reflections except those flagged by the user for potential systematic errors. Weighted Rfactors wR and all goodnesses of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The observed criterion of F 2 > σ(F 2 ) is used only for calculating -R-factor-obs etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
Geometric parameters (Å, °)
Br1-C4 1.894 (4) C7-C8 1.398 (5) Br2-C17 1.898 (5) C7-C12 1.401 (4) S1-O1 1.428 (3) C8-C9 1.369 (5) S1-O2 1.427 (2) C9-C10 1.372 (5) S1-N1 1.598 (3) C10-C11 1.375 (5) S1-C1 1.762 (3) C11-C12 1.391 (5) (5) O1-S1-O2 118.46 (16) C1-C6-C5 119.0 (4) O1-S1-N1 105.18 (14) N1-C7-C12 118.2 (3) O1-S1-C1 108.71 (15) N1-C7-C8 122.1 (3) O2-S1-N1 111.26 (16) C8-C7-C12 119.8 (3) O2-S1-C1 106.36 (14) C7-C8-C9 119.8 (3) N1-S1-C1 106.28 (16 O3 v -Na2-O8 103.49 (9) C23-C24-C25 120.3 (3) O8-Na2-O9 v 167.10 (10) C20-C25-C24 120.6 (4)
O3 v -Na2-O6 iv 159.49 (10) O8-C26-C21 116.6 (3)
O6 iv -Na2-O9 v 84.00 (10) O7-C26-O8 124.2 (3) O3 v -Na2-O9 v 79.20 (8) O7-C26-C21 119.3 (3) S1-O1-Na1 165.86 (15) C1-C2-H2A 120.00 S1-O2-Na1 iii 151.44 (15) C3-C2-H2A 120.00
Na2-O3-C13 117.57 (18) C2-C3-H3 120.00
Na2-O3-Na2 v 78.37 (7) C4-C3-H3 120.00
Na2 v -O3-C13 127.0 (2) C4-C5-H5 120.00 Na2-O8-C26 149.8 (2) C8-C9-H9 119.00
Na1-O9-Na2 v 162.49 (11) C10-C9-H9 119.00 Na1-O9-HW2 100 (5) C9-C10-H10 121.00 HW1-O9-HW2 110 (6) C11-C10-H10 121.00 Na1-O9-HW1 86 (5) C10-C11-H11 119.00
Na2 v -O9-HW2 91 (5) C12-C11-H11 119.00
Na2 v -O9-HW1 104 (5) C14-C15-H15 120.00 S1-N1-C7 127.9 (2) C16-C15-H15 120.00 S2-N2-C20 126.9 (3) C15-C16-H16 120.00 S1-N1-H1 116.00 C17-C16-H16 120.00 C7-N1-H1 116.00 C17-C18-H18 120.00 S2-N2-H2 117.00 C19-C18-H18 120.00 C20-N2-H2 117.00 C14-C19-H19 120.00 S1-C1-C6 119.4 (3) C18-C19-H19 120.00 C2-C1-C6 121.0 (3) C21-C22-H22 119.00 S1-C1-C2 119.5 (3) C23-C22-H22 119.00 C1-C2-C3 119.4 (4) C22-C23-H23 120.00 C2-C3-C4 119.4 (5) C24-C23-H23 120.00 Br1-C4-C3 119.5 (4) C23-C24-H24 120.00 Br1-C4-C5 119.2 (4) C25-C24-H24 120.00 C3-C4-C5 121.3 (4) C20-C25-H25 120.00
Hydrogen-bond geometry (Å, °) 
